Catalase is a tetramenc hemoprotein which degrades HgC^. Recombinant phage clones containing the human catalase gene have been isolated and characterized. The gene is 34 Kb long and is split into 13 exons. The precise size and location of the exons has been determined. In addition, essentially full length catalase cDNA clones have been Isolated and sequenced and used to tentatively identify the 5'-end of the gene. This assignment, if correct, predicts that the region upstream of the gene does not contain a TATA box. This region is GC rich (67X ) and contains several CCAAT and GGGCGG sequences which may form part of the promoter. Translation of the catalase mRNA appears to begin immediately upstream of the amino-terminal Ala residue of catalase.
Catalase deficiency was first described by Takahara in 1948 (7).
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MATERIALS AND METHODS
Genomlc Southern Blots
High molecular weight DNA was isolated from human lymphoblasts as described (13) . Restriction digests were done using the appropriate core buffers as supplied by International Biotechnologies Incorporated. DNA was run on 0. 8* agarose gels and transferred to nitrocellulose filters as described (14 Phage DNA was transferred to nitrocellulose filters as described (14) and hybridized to nicK-translated probes as described above. Positive clones were picked and rescreened at lower density until single pure plaques could be isolated.
Phage DNA was prepared as described (14) . Restriction fragments were subcloned into pSP64 and 65 (17) using the low melting temperature agarose (Bethesda Research Laboratories, BRL) method (18).
BHA. Sequencing
Restriction fragments were sequenced using the dideoxy-nucleotide chain termination method (19) with double stranded templates (20) after subcloning into pSP64 and 65. In some cases fragments were sequenced after the generation of a nested set of deletions using exonuclease III (BRL) (21).
Northern Blots
RNA was isolated from cultured cells by guanidinium isothiocyanate extraction followed by CsCl centrifugation (22) . RNA was run through IX agarose, 6* formaldehyde gels and transferred to nitrocellulose as described (14) . Prehybridization, hybridization, washing and autoradiography were as described above.
RESULTS AND DISCUSSION
In order to obtain an estimate of the size and complexity of the 
